
UniprotKB
ID Entry	name organism full

name oglcnacscore
oglcnac
sites

phosphorylation
sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion endoplasmic

reticulum
golgi
apparatus

plasma
membrane

extracellular
region

0

D4A628 D4A628_RAT Rattus
norvegicus

NaN 23.439218 NaN NaN 38843836 MSLPRRSGKRRRSSSGSDSFSFSGD
GDSCVSPQLLCRPVLSPPPGLGRGR
RLAGTGTCKQRVSDDQIDQLLLANW
GLPKAVLEKYHNFGVKKMFEWQAE
CLLLGQVLEGKNLVYSAPTSAGKTLV
AELLILKRVLETRKKALFILPFVSVAK
EKKYYLQSLFQEVGIKVDGYMGSTS
PTGRFSSLDVAVCTIERANGLINRLI
EENKMDLLGTVVVDELHMLGDSHR
GYLLELLLTKVCFVTRKSASCQADSA
SALACAVQIVGMSATLPNLQLVASW
LNAELYHTDFRPVPLLESIKVGNSIY
DSSMKLVREFQPLLQVKGDEDHIVS
LCYETVRDNHSVLVFCPSKKWCEKV
ADIIAREFYNLHHQPEGLVKSSEFPP
VILDQKSLLEVIDQLKRSPSGLDSVL
KNTVPWGVAFHHAGLTFEERDIIEG
AFRQGLIRVLAATSTLSSGVNLPARR
VIIRTPVFGGQPLDILTYKQMVGRAG
RKGVDTMGESILVCKNSEKSKGIALL
QGSLEPVHSCLQSQGEVTSTMIRAIL
EIIVSGVASTSQDMQTYAACTFLAAD
VKEGKQGIQRNRDDVQRGAVDACV
TWLLENEFIQAAEPSDGTGGKVYHP
THLGSATLSSSLSPTDTLDIFADLQR
AMKGFVLENDLHIVYLVTPVFEDWT
SIDWYRFFCLWEKLPTSMKRVAELV
GVEEGFLARCVKGKVVARTERQHRQ
MAIHKRFFTSLVLLDLISEIPLKEINQ
KYGCNRGQIQSLQQSAAVYAGMITV
FSNRLGWHNMELLLSQFQKRLTFGI
QRELCDLIRVSSLNAQRARFLYASGF
LTVADLARADTVEVEAALKDALPFKS
ARKAVDEEEEAAEERRSMRTIWVAG
KSLSAREAAALIVEEAKVILQQDLIE
MGVQWGPHSPLSSSTHSLTSGSEVK
EHTFKSQTKSSHKRLASKSRNSMRV
SGSNGKQSPEAGQGLDECRERPDSL
CKFQGNHEIQTPSVYRARKRTSLGV
NKEMLRTSLKEGKPSTKEVLQTLSF
EKTRKAALSFSSEQANNSFPSGRDR
KYRKKSWGSSPMSDSVMHRDDLQG
QTMCKSTLCEDPQKSLEEQNTEYRS
PGLFAKNVSFCAKEKCNKTSFPLQM
QQPCLRRKPESGAAVDHSVAVSQNK
NVVEQPPGAPRDRRGLAAHGRAEV
NEVLTENGTESQLHDTHPVSQCLE
NHSEKQTNTCTRQKTLTEGQAGISH
VTRGSNDLTPIRCERLKLNSKEHDS
NPCPQALGTNAGRTEAPQSSEALGQ
AGGQCENLLNSPGIQEKTSAHATNK
TEHSHVANQAFCDFGDSLYLDTQSE
EIIEQMATKNATQGAEAAGITEEGSA
TQNEPHSTTGGQHIPGAANTDHVDR
KNTESVKENPEKNIDRRTPHSLIFHS
PTPQGGNSACFKENEHSVTDSQLNS
FLQGLETQDKPIIPLAPQMRTSTGVE
EESLPETSLNMSDSILFDSFGEDSFG
QRQSLDVKAKQPLLSEMTPNHFHN
PPYPQEDPVMTPHMSEPQGTLERM
ACLSGESIIFSEIDSAQVIEALDNMAA
FYMQENCNPITLKTEPRDLAALGNE
CPQGEVVRGEQHEGSSKPKFMEIN
QDNSFTWSAASFNLSPELQRILDKV
STPRENEEPELMHADLSCFEENSTE
SHERQDMNSDLGTVQRTSFLPSNG
VKSRTEGLESKAKHGGASSALPHKA
AADDNGLIPPTPLPASASASASKLAL
PEILGTSVKHQKASCLFDSPSDNQN
QDLSQELRDSLKDSDGSVVDTSFFL
QSQDGLLLTQASCSSESLAIIDVASD
QILFQTFVKEWQCQKRFSISLACEK
MTSSTSSKTATIGGRLKQVNSPQEA

False False 2.225 3.867 1.54 False 2.0 False False



SVEDDGFPVHGSDCAVVVGLAVCW
GGKDAYYLSLQKEQKQSEMSPSLAP
PPLDATLTVKERMEYLQSCLQKKSD
QERSVVTYDFIQTYKVLLLSCGISLEP
SYEDPKVACWLLDPDSKEPTLHSIVT
SFLPHELALLEGIETGPGIQSLGLNV
NTDHSGRYRASVESVLIFNSMNQLN
SMLQKENLHDIFCKVEMPSQYCLAL
LELNGIGFSTAECETQKHIMQAKLD
AIETQAYQLAGHSFSFTSADDIAQVL
FLELKLPPNGEMKTQGGRKTLGSTR
RGTESDRKLRLGRRFSTSKDILNKLK
DLHPLPGLILEWRRISNAITKVVFPL
QREKHLNPFLRMERIYPVSQSHTAT
GRITFTEPNIQNVPRDFEIKMPTLVR
ESPPSQASGKGQLAMARQNQKVYG
LHPGQRTVLEKTSDRGVPFSVSMRH
AFVPFPGGLILAADYSQLELRILAHLS
RDCRLIQVLNSGADVFRSIAAEWKM
IEPDAVGDNLRQQAKQICYGIIYGMG
AKSLGEQMGIKENDAACYIDSFKSR
YKGINHFMRDTVKNCRRDGFVETIL
GRRRYLPGIKDNNPYHKAHAERQAI
NTTVQGSAADIVKVATVNIQKQLETF
HPTFKSHGHRESMLQSDRAGLLPK
RKVKGMFCPMRGGFFILQLHDELLY
EVAEEDVVQVAQIVKNEMECAIKLS
VKLKVKVKIGASWGELKDFDV


